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Introduction Gene-gene expression profile searches Custom and iterative regulatory sequence motif
detection and scanning
The Virtual Institute for Microbial Stress and Survival (VIMSS, http:/~imss.lbl.gov) funded by the Dept. of Rodionov et al (Genome Biology 2003) identified a putative PerR (peroxide response) regulon in the
Energy's Genpmlcs:GTL Program, is dedicated 1o using integrated environmental, fupchonal genomic, Desulfovibrio vuigarss Hildenborough genome using comparative genomics and sequence motif deotectlon. MicrobesOnline includes suite of sequence motif detection tools. Starting from user specified genes in a
and comparative sequence and ph_ylogeny datato undgrstand mechanlsmslby which microbes survive in Subgequently, a mild epwronmental stress microarray experiment mlcrpaeroblc stress (0.1 % 0_2), users cart, the motif detection interface allows creating custom motif search jobs with the AlignACE,
uncertain environments while carrying out processes of interest for bioremediation and energy generation. identified members of this regulon amongst the only 12 significantly changing genes (total of genes with MEME, or WEEDER programs. The interface allows specifying the regions to be searched, i.e., upstream
To support this work, VIMSS has developed a VWeb portal with an underlying database and analyses_for logratio2 > 2 or < -2 and z-score > 2 and < -2, respectively). Profile search results and downstream regions of genes, or in coding sequence, with coordinates specified relative to the start or
comparative functional genomics of bacteria and archaea.  Since 2003 MicrobesOnline 1) The previously identified PerR sequence motif 3 . stop of the gene. AlianACE WEEDER
. . . . . . " lnlnm
(http:/Avww.microbesonline.org) has been enabling comparative genome analysis and currently includes using-an-empiircal score cutoff N J mb e : b
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sequence motif detection, motif searches, sequence alignment and phylogeny reconstruction), and ANC T DVU0024 m N ] : e ey EWERE  Gooaatots o e
capabilities for community annotation of genomes. 2Tl VN _._ DvI020 : < = A oo s b oo 11sazy [ WEEDERMONT  C3.GG-GOCC 1265 nstancest.
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rlaie Vi D A (5 My Gene Carts BELAST search Advanced search Contact us D ng;gg 1 O = 0.75 - 1.25 ALGNAGE Mofit9 o o  Gooe 14bp 76 instances [ score: 114737 WEEDERMotf9 . Glac 6bp g6 instancest:/
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VIMSS integrates functional genomic data and provides
novel web-based viewing and mining tools for gene
expression microarray, proteomic, and phenotype

The MicrobesOnline microarray data compendium

Conclusions

microarray data. Currently, these data are mostly project : : o :
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